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DNA, 1-28
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DNA nucleotides, 1-47
DNA polymerase, 1-19, 1-26, 1-51
DNA repair systems, 1-26
DNA replication, 1-17, 1-19
DNA template, 1-51
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energy production, in a cell, 1-7-1-9
enhancers, 1-41
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exocytosis, 1-17
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exported proteins, 1-9
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feedback connection, 3-20

feedback mechanisms, 1-41

female life cycles, 1-14
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forward Kolmogorov equation, 4-12
frequency response, 3-6
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gel, 1-48
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gene prediction, 1-36

gene regulation, 1-40-1-43
gene regulatory sequences, 1-40
genes, 1-5, 1-28, 1-44
genetic marker, 1-39
genetic material, 1-5
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genomes, 1-28
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glucose transporters, 1-7
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glycoproteins, 1-17
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Hill coefficient, 2-32
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homologous recombination, 1-26
human development, 1-18
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inducible error-prone repair, 1-26
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lytic proteins, 1-17
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mismatch repair, 1-26
mitochondria, 1-7-1-9
mitochondrial DNA (mtDNA), 1-31
mitochondrial genome, 1-5
Mitochondrial Theory of Aging, 1-31
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plasmids, 1-15, 1-46 repressor, 2-33, 3-2

platelets, 1-18 repressor proteins, 1-42
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pre-mRNA, 2-4 RNA polymerase II, 1-37

primer, 1-51 RNA processing, 1-17
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small subunit, 1-22

smooth ER, 1-9
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SOS repair, 1-26

Southern blotting, 1-49
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sperm cells, 1-14

spindle, 1-12-1-14

splice junctions, 1-40
spontaneous mutations, 1-14
start codon, 1-23, 1-40, 2-5
stem cells, 1-18

sticky ends, 1-46

stop codon, 1-23,2-5
structural components, 1-32
structural genes, 1-38

switching (transcriptional regulation, 1-41
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Taq polymerase, 1-47
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telomeres, 1-39
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template DNA, 1-47, 1-50
template strand, 1-21, 1-29
termination region, 1-22,2-3
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thymine, 1-28
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wells, 1-48
white blood cells, 1-18
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X-inactivation, 1-39

yeast artificial chromosomes (YACs), 1-47

transcription, 1-6, 1-17,1-20, 1-34,1-37, 1-41-
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transcriptional regulation, 2-6
transduction, 1-15
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